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can recover the deficiencies proposed in the one parameter model of JukeA diCantor Explain
the major differences between these two models for the nucleotide subsfl,mtlgns (CO:1-4) [6]
Q.2. Discuss in an elaborative way, the process of evolution at’ ipoleéuelar level. Explain how

human is having only once current species? Are we still .aySlyit

some proofs available currently in any form.
Q3. Make a derivation of non- functlonahzatlon

invelvement of two spec-i.es while gene duplicatio

hod of estimating branch lengths for phylogenetic tree

%
with an example with 5 nodes and*-? branches. Assume the weights on branches as per the length

(CO:4, 5)[5]

“ oe blas (CUB)? Discuss any 5 measures of codon usage with a major

of these branches.
Q.5. What is codén,
emphasis on:;C_':do adapt:ve index. (CO:3,4) [4]

Q.6. Elaborate about the two major evolution theories for the introns. Provide a comparative

v1ew o‘f fheseytheorles for the evolution of introns. Discuss the functional role of introns in the

process of genomic regulations. (CO4, 5) [4)
Q.7. Explam following terms w.7.7. evolution: (CO:1-5) [1.5*4=6)
(a) Basic Mathematical Model (b) Gene expression and codon usage

() Gene duplication and dating (d} Genome evolution
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